Thus, instead of being an RNA assembly stabilized by proteins, like the SSUs and LSUs from all other ribosomes, it is a protein assembly slightly contaminated with RNA. Nevertheless, it retains the head, shoulder, and body organization typical of SSUs.
The Tb-mit-LSU is somewhat less rich in protein than the Tb-mit-SSU, but it too is protein-dominated. Nevertheless, once again, its overall morphology resembles that of other LSUs. Crudely, it is a hemisphere, the (more or less) flat side of which contacts the SSU when the two subunits join to make a complete ribosome, and as usual, three protrusions extend from that surface. It is only when you look closer that it becomes apparent how profoundly this LSU has diverged from the eubacterial norm. The protrusion that in other LSUs consists of an RNA stalk capped with uL1 is made entirely of protein, and its central protrusion is also an all-protein assembly, instead of being a composite structure that includes 5S rRNA. (There is no 5S rRNA in these particles.) Finally, the RNA components of the two subunits are so positioned that when the subunits join to form a complete ribosome, a viruslike structure that consists of an RNA-rich core surrounded by a thick protein coat emerges.
The rRNAs in these particles are radically reduced versions of those found in eubacterial ribosomes (see Table 1 ). Included in the little that remains are the components of SSU rRNA that support decoding and the parts of domain V of LSU rRNA that form the peptidyl transferase center (PTC) of the ribosome. Evidently, the Almighty has not yet figured out a way to dispense with them. The nucleotide sequence in the decoding region of the Tb-mit-SSU differs significantly from the eubacterial consensus but appears likely to function the same way. Little can be said about the three-dimensional structure of the PTC in these particles because it is so disordered that it can barely be seen in cryo-EM maps. The PTC is nowhere near as disordered in any of the other known ribosomes, but the implications of this difference in dynamics are completely obscure.
This structure raises many questions. Why do the structures of mitochondrial ribosomes deviate so much from the eubacterial norm? Why is there so much variation from 
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